Introduction
The rationale of co-administration of pharmacological agents in the treatment of cancer is that the therapy would lead to enhanced tumor-cell killing, reduced toxicity and avoidance of rapid onset of resistance. There have been ample examples of this approach benefiting patients such as combination chemotherapy for various kinds of leukemias [1] or more recently combinatorial treatment of BRAF inhibitors (e.g. dabrafenib) and MEK inhibitors (e.g. trametinib) of melanoma patients harboring BRAF V600E mutations, a regimen approved by the FDA in 2015 [2, 3] . In the past 10 years, we have witnessed tremendous developments in omics technologies, which have characterized driver mutations and pathway addictions in many cancer types [4] . This knowledge has led to identification of novel drug targets and shifted the oncology drug development process from the 'one-size-fits-all' paradigm to personalized medicine approaches optimized based on molecular features of the disease [5] . Despite these advances, numerous challenges remain such as inter-patient and intra-patient genetic heterogeneity, rapid clonal evolution and difficulty to predict drug resistance mechanisms. Addressing these hurdles can be achieved by identification of the most promising drug combinations. However, this is a complex endeavor. Specifically, there is lack of nomenclature standardization defining synergy, reference methodology for screening of drug combinations as well as analysis [6 ] . Thus, substantial scientific and technical difficulties have to be overcome that increased clinical translatability of experimentally identified drug combinations is achieved.
Terminology and quantification of drug combinations
Drug combinations are defined as synergistic, additive or antagonistic, depending on the divergence of the measured drug combination response from the null hypothesis (effect of non-interaction). Synergy is identified when two compounds increase each other's effectiveness by more than the sum of their single agent responses. The advantage of designing treatment regimens of synergistic drug pairs in particular disease settings provides the opportunity to lower the dosage of the individual agents, thereby reducing toxicity while maintaining the wanted effect on the cancer cell. Synergistic effects can occur as a result of complementary drug action (different targets sites on the same protein or pathway are hit), anti-counteractive actions (one drug affects the biological response of the other one), or facilitation actions (one drug potentiates the effect of the other) [7, 8] . In contrast, a drug combination is considered to be additive when the effect of each drug neither masks nor increases the efficacy of the other drug. This is also known as non-interaction and basically denotes the effect that is expected or measured when the combination of multiple drugs leads to no synergy. Lastly, a drug combination is antagonistic when the combined activity of the drugs is lower than the response of the individual agents [9] . Substantial deviation of additivity is habitually characterized as either synergy or antagonism, depending on the direction of deviation [10 ] .
Several models exist to simulate dose-response curves and quantify the level of drug synergy between two or more compounds such as: the highest single agent model (HAS) [11] , the Loewe additivity model [12] , the Bliss independence model [13] , and the Chou-Talalay method [14] [15] [16] (Table 1) . Each of these models has its associated limitations and many are not entirely suited for highthroughput experiments or combinations comprising more than two drugs. Moreover, it is challenging to determine the most appropriate reference model, as it is not as simple as 1 + 1 = 2. Numerous aspects need to be considered such as drug metabolism, specific target engagement as well as adverse effects, which could influence the interaction of the individual agents being used [10 ] . Hence, no existing method can assess synergy
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Concept
Dose response curves are primarily non-linear, thus difficult to correctly calculate the median effect dose and the sigmoidicity of the dose-effect curve under all possible experimental conditions. In fact, different methods applied to the same data may even give divergent results [17] . Historically clinically successful drug combinations have been identified and used to treat infectious diseases such as human immunodeficiency virus (HIV), but currently more and more drug combinations are being evaluated preclinically and clinically for different cancer types ( Figure 1 ).
The concept of independent drug action as an alternative to drug synergy
One of the difficulties in translating experimentally identified effective drug therapies is cell-to-cell heterogeneity within a patient as well as the patient-to-patient variability in response to drugs. These factors can cause development of drug resistance, disease progression, and make the effectiveness of treatment challenging to envisage even for patients. The solution to these issues has been seen in combinatorial drug treatment with increased chances of at least one drug eliciting the wanted effect. This phenomenon is known as 'independent action' and defined as the response of a patient to the combination therapy equivalent to the response to the more efficacious drug alone with no added advantage from the less effective drug [18 ] . Hence, it is imperative to make a difference between therapeutic benefit of a drug combination through drug interaction (e.g. additivity or synergy) versus drug independence. In the first case, benefit is most likely observed as a result of drug interaction within cancer cells, whereas in the second case Distribution of approved, preclinical and investigational drug combinations per disease area. The pie charts illustrate that currently most of the approved drug combinations are for treatment of infectious diseases (e.g. HIV, tuberculosis) whereas much of the research and development is targeting different cancer types. Data is retrieved from the Drug Combination Database (http://www.cls.zju.edu.cn/dcdb/) [52] .
benefit results from variability of drug response in patient populations [18 ] .
By analyzing available clinical trial data comparing monotherapy and combinatorial therapy, Palmer and Sorger concluded that for numerous effective and approved combinations the benefit observed in patients is likely due to independent drug action rather than drug additivity/synergy [18 ] . For example, the results of a recent phase III clinical trial for melanoma patients comparing the effects of single agent ipilimumab (anti-CTLA-4) and nivolumab (anti-PD-1) as well as the combination illustrated that the positive outcome observed in patients treated with combination was due to the concept of independent action [18 ,19] . Nonetheless, it is important to note that therapeutic benefit as a consequence of independent action in patients treated with a combination of drugs can still be clinically and statistically significant relative to the outcome of treatment with single agents. Thus, in applicable cases it would be imperative to optimize drug combinations based on boosting the likelihood of the effect of at least one drug.
Current and novel methodology for combinatorial drug therapy identification
The predominant approach for combinatorial drug screening is testing the effect of two different drugs in dose-response matrices (Figure 2a ). This experimental setup allows for generation of single drug dose response data as well as systematic assessment of the effect of all possible tested combination concentrations for each drug pair. This method is amenable to high-throughput screening in vitro enabling the assessment of up to 6 different drug combinations in one 384 multi-well plate using and 8 Â 8 dose matrix format. Recent studies utilized this methodology to identify combination partners to ibrutinib in hematological malignancies [20] , explore novel drug combinations for Ewing Sarcoma [21] and for novel targeting approaches of androgen receptor signaling [22] . Importantly, small-scale or hypothesis-driven drug combinations can be tested in animal models of disease (e.g. recent studies; [23, 24] ), but might require in vitro pretesting in cell lines to determine effective drug concentrations as a dose matrix setup is practically unfeasible in vivo. Currently, it is still cost-prohibitive as well as unfeasible to test for all possible drug combinations for a particular disease. In fact, identification of effective drug combinations is rather the exception than the rule and a process directed by serendipity as well as trial and error. These limitations necessitate the incorporation of systematic drug synergy prediction models as well as the utilization of novel genetic screening methodology and cellular model systems to quicken hypothesis generation and direct research undertakings. Several of these recent developments will be discussed in further detail in the following paragraphs.
In recent years, the fields of functional genomic and genetic screening have been revolutionized both by improvements in RNA interference (RNAi) technology as well as the wide-spread adaption of clustered regularly interspaced short palindromic repeats (CRISPR) systems [25] (Figure 2b) . Cell survival screens, performed in a genome-wide manner ('essentialomes'), are uncovering novel cancer targets and provide a means to instruct inhibitor design as well as select combinatorial treatments for in vivo testing [26] [27] [28] . Especially CRISPR-based screening has recently been extended to combinatorial gene knockout screening using multiple gene-targeting single guide RNA (sgRNAs) within the same cell [29] . A study by Han et al. has utilized this approach to screen for effective drug combinations of 207 possible drug targets in the BCR-ABL1 expressing chronic myeloid leukemia (CML) cell line K-562 [30 ] . This enabled the generation of a genetic interaction map identifying contextual synthetic lethal gene pairs in BCR-ABL1-driven disease that could be efficaciously phenocopied by using existing drug candidates (e.g. BCL2 and MCL1 inhibitor) [30 ] . Thus, this strategy has the potential of identifying clinically actionable drugcombination with genetic precision in defined disease models highlighting potentially promising drug combinations for compound development and in vivo testing.
Another way whereby CRISPR technology can be instrumental for the identification of drug combinations is carrying out screens in defined genetic cellular backgrounds, thereby identifying specific pharmacologically exploitable vulnerabilities in molecularly defined disease entities. The study by Wang et al. has utilized CRISPRbased essentiality screening in RAS mutant and wild-type acute myeloid leukemia (AML) cell lines to identify synthetic lethal gene dependencies. RAS mutant cell lines were found to be highly sensitive to inhibition of the group I p21 activated serine/threonine kinases (PAK1-3) potentially guiding new combinatorial treatments [31] . Similar studies have been performed using RNAi technology and identified a specific vulnerability of KRAS-mutant lung cancer to combined inhibition of MEK1/2 and fibroblast growth factor receptor (FGFR) signaling employing trametinib and ponatinib [32] .
In general, functional genetic screening represents a powerful means for optimizing combinatorial cancer treatment as it (i) detects drug sensitizers with high accuracy, (ii) is highly scalable in robust cellular culture systems and (iii) allows to map mutation-cooperation sensitivity landscapes in different cancer types and/or diseases thereby guiding the development of combination treatment strategies capable of overcoming drug resistance.
Novel cellular systems for the identification of drug combinations
As previously mentioned, high-throughput drug sensitivity profiling in large cell line collections has traditionally been utilized to identify single agent and combination treatments for different cancer entities [33, 34] . However, these efforts often suffered from difficulties translating obtained findings into clinical therapeutic routine [35] . In order to move (combinatorial) drug sensitivity assessment closer to the patient and optimize personalized treatment strategies influential studies have been performed focusing on primary hematopoietic malignancy samples. Given that the cancer is easily accessible, ex vivo drug sensitivity testing using cell viability readouts of single agent and combination treatment is readily feasible [36, 37 ] (Figure 2c ). For example, the study by Pemovska et al. has demonstrated that the combination treatment using dasatinib, sunitinib and temsirolimus can induce clinical responses and complete remissions in a subgroup of AML patients albeit with short duration [36] . In a more recent study, Tyner and colleagues have specifically looked for drug combination effects in a broad panel of myeloid and lymphoid leukemia derived ex vivo samples. They found several translatable compound combinations with BCL2 inhibitor-based regimens preferentially enriched in myeloid malignancies and PI3K and bromodomain inhibitor-based treatments in lymphoid cancers [37 ] .
However, liquid biopsies rarely represent homogenous defined cell populations and rather are composed of a complex mixture of various different cell types, including healthy and diseased subclones. In an attempt to address this heterogeneity, a novel approach has been developed based on high-content fluorescent microscopy combined with pharmacological perturbation, called pharmacoscopy [38] . The hallmark feature of this new screening approach is the integration of total cell counts with the abundance measurement of different marker-stained positive subpopulations after drug perturbation or control treatment. Scoring the survival of the CD34 + CD117 + cellular fractions in de novo AML upon etoposide, daunorubicin and cytarabine combination treatment allowed for clear distinction between responders and non-responders in comparison to overall cell survival measurement [39 ] . Furthermore, targeted single and combination treatment in lymphoid malignancies guided by image-based screening results led to prolonged progression-free survival compared to the most recent therapeutic regimen [39 ] .
Although in the case of hematopoietic malignancies access to tumor cells for ex vivo drug combination testing is readily achievable, obtaining and propagating solid tumors with their cellular complexity and three-dimensional architecture has been difficult to achieve under laboratory culture conditions. To address some of these limitations, patient derived xenograft (PDX) models have been developed that enable to preserve and provide niche factors and structural tissue architecture upon successful engraftment [40, 41] (Figure 2c ). Such models have been established for various different cancer types and tissues allowing for the identification of efficient combination treatments, as exemplified by the administration of the BRAF inhibitor encorafenib and inhibitor of cell cycle regulatory kinases CDK4/6 LEE011 for colorectal cancer (CRC) and non-small cell lung carcinoma (NSCLC) PDX models [42] . One important restrictive factor of PDX models in comparison to ex vivo drug sensitivity testing as described before is the duration from tumor sampling to obtaining drug sensitivity results. Whereas in ex vivo screening settings, results can ideally be provided to the treating physician within one week, PDX approaches face a more prolonged time span in assessing drug response patterns. Another limiting factor in light of discovering novel synergistic drug pairings is the number of drugs that can be tested at the same time.
Facing these challenges, the development of organoid culture systems has provided tremendous progress in establishing new platforms for the testing of drug action in patient derived solid cancer tissue biopsies like esophagus, stomach, liver, pancreas, colon or breast Different levels of drug-drug interactions. The figure shows that the effect of combining two drugs can be elicited at the level of target (drugs targeting different sites within the same target via similar or different mechanisms), pathway (drugs targeting different signaling proteins within the same cascade), processes (drugs targeting different processes contributing to the disease phenotype) and patient (where the effect of the drug combination will depend on how the drugs will influence each other's ADME properties and pharmacological effects).
the first CRC-derived cancer organoid biobanks that can be utilized for compound screening [44 ] . A recent study performed by Jabs et al. has employed high-content fluorescent microscopy to study the effects of single agent and combination treatment in ovarian cancer derived cell monolayers and organoids emphasizing the importance of differential culture conditions on drug response [45] . Whereas most of the aforementioned novel culture systems have relied on small molecule libraries of variable size, novel compound classes and therapeutic agents will be of great relevance. With the advent and first clinical approval of many new immunotherapeutic antibodies, complex ex vivo or organoid-derived culture systems might be able to capture the cellular complexity necessary to answer the question how to most beneficially combine these new different therapeutic modalities [38, 46] .
Novel pharmacological agents for combination therapy
Pharmacological exploration of the ubiquitin-proteasome system has been a long-standing scientific effort pioneered by the introduction of bortezomib and newer generations of proteasome inhibitors into the clinical routine [47] . An exciting new field of drug development that will undoubtedly offer new ways for combination therapy has been sparked by the discovery and development of proteolysis targeting chimera (PROTAC) compounds (Figure 2b) . These act by drug-induced recruitment of E3 ubiquitin ligase complexes to induce target protein degradation [48] . This novel drug class has specifically been inspired by the discovery of the molecular mode of action of IMiDs (immunomodulatory imide drugs; e.g. thalidomide). Utilization of phthalimide conjugation to transform targeting-binding drug molecules into selective target protein degrading agents sparked the development of an entirely novel class of (anti-cancer) agents [49, 50] . In the future it will be of great interest to uncover how these agents can be used in conjunction with already approved agents as well as with immunotherapeutic modalities to improve efficiency and durability of combination therapy [51] .
Conclusion
With this concise review, we call on further standardization of the nomenclature and definition of drug synergy scoring as well as harmonization of drug combination screening and analysis protocols to enhance comparability between different analysis platforms. Technological advancements in screening strategies (e.g. CRISPR genome editing), development of novel drug classes (e. g. immunotherapeutics, PROTACs, etc.) and further optimization of cellular, animal and primary models (e. g. organoids, PDXs, liquid biopsies) hold great promise to uncover highly efficacious and translatable combinatorial therapies that will pave the way to next generation cancer treatments. Last but not least, it is important to note that drug-drug interactions, whether synergistic or antagonistic, can occur at the level of target, pathway, and process and organism (e.g. patient; Figure 3 ). Thus, in later stages of preclinical or early clinical testing pharmacodynamics and pharmacokinetics of the prioritized drug combinations need to be considered for optimization of successful clinically utilizable therapies.
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